CAPN3 is a calpain superfamily member that is predominantly expressed in skeletal muscle. So far, clear CAPN3 orthologs were found only in vertebrates. CAPN3 is a unique protease in that it undergoes extremely rapid and exhaustive autolysis and that autolyzed fragments spontaneously associate each other to reconstitute the proteolytic activity. These unique properties of CAPN3 are dependent on IS1 and IS2, two CAPN3-characterizing sequences that do not exist in other calpains or any other proteases. To understand how IS1 and IS2 are conserved among vertebrates, this data article provides amino acid sequence alignment of representative vertebrate CAPN3s. For further analysis and discussion, see Ono et al. [1] 
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Sequence alignment is essential to study molecular evolution. CAPN3 has two characteristic regions, IS1 and IS2, which are involved in unique features of CAPN3 Sequence alignment defines these regions, and their conservation.
Data
Representative vertebrate CAPN3 sequences were aligned using MOE Ver. 2014.09 and GENETYX Ver. 12 software. Based on the alignment in this data, Figs. 5, 6, and 7 and Table 3 of Ref. [1] were made.
Experimental design, materials and methods
Sequence data were retrieved from NCBI (http://www.ncbi.nlm.nih.gov/) and Ensemble (http:// asia.ensembl.org/) databases. Representative vertebrates that have complete or close to complete amino acid sequence(s) for CAPN3 were selected for alignment. These sequences were aligned by Protein Align function of MOE Ver.2014.09 software using default parameters, and then refined using Parallel Editor of GENETYX Ver.12.
